Congo Reports First Confirmed Ebola Case in Over a Week on 8 June 2018 {#s1}
======================================================================

8 June 2018 (Reuters \[Fiston Mahamba, Aaron Ross, and William Maclean\])---The Democratic Republic of Congo has recorded its first confirmed case of Ebola in over a week, the health ministry said, while medics say they have made significant progress in their efforts to contain the disease.

Health officials have moved aggressively to contain the epidemic in a bid to head off a repeat of the 2013--2016 outbreak in West Africa that killed more than 11300 people.

More than 1800 health workers and others who could have been exposed to the virus have received an experimental vaccine first tested in the waning days of the West Africa epidemic. Those efforts and the slowing pace of new cases have led health officials to express cautious optimism about containing the outbreak, although its location directly upstream of the Congo River in the capital Kinshasa remains a concern.

The last confirmed case before this new case was on 30 May 2018 in Iboko. The ministry also reported 5 new suspected cases, including 2 in Mbandaka, a city of some 1.5 million people.

In all, the ministry has recorded 38 confirmed, 14 probable, and 10 suspected cases, including 27 deaths.

The World Health Organization (WHO) said on Thursday that it was committing \$15.6 million over the next 9 months to helping the 9 countries that border Congo to scale up their emergency response capabilities.

Earlier this week, the government of the northern Angolan province Malanje closed its border with the Congo River in response to the outbreak.
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***Editorial comment:*** This is the ninth outbreak of Ebola in the Congo since the disease was first detected in the country in 1976. The first case of Ebola in this outbreak was reported on 8 May 2018. As of 14 June, there were 66 suspected cases with 28 deaths. More than 2900 people had been vaccinated. There have been no deaths since 15 June. The epidemic seems to be coming under control. According to the WHO, the response is starting a shift to a second phase marked by enhanced surveillance, including rapid investigation of suspected cases, alerts, and thorough contact tracing in remote areas.

Saudi MERS Outbreaks Killed 23 Over 4 Months: WHO {#s2}
=================================================

18 June 2018 (Reuters \[Tom Miles and David Stamp\])---Outbreaks of the deadly Middle East respiratory syndrome (MERS) killed 23 people in Saudi Arabia between 21 January and 31 May this year, the World Health Organization (WHO) said.

The deaths take the total number of deaths from the disease to 790 since it was first diagnosed in humans in 2012.

The latest figures take the number of confirmed cases to 2220 since September 2012, including 1844 from Saudi Arabia.

MERS coronavirus (MERS-CoV) appears to have emerged in humans in Saudi Arabia in 2012, although it has been traced in camels, the source of the infection, back to at least 1983.

The disease is hard to spot, partly because it often infects people with an underlying condition such as diabetes, renal failure, or chronic lung disease.

It kills 1 in 3 sufferers, and hospital workers are at risk unless extreme caution is taken to protect against infection via airborne droplets such as from coughs and sneezes.

Susceptible people should avoid contact with suspected cases and with camels, the WHO said. Everyone should avoid drinking raw camel milk and camel urine and from eating undercooked meat.

Three MERS cases have been reported this year outside Saudi Arabia. Oman and the United Arab Emirates each reported 1 case, while in Malaysia a man fell ill after drinking unpasteurized camel milk during a pilgrimage to Saudi Arabia.
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***Editorial comment:*** And so the epidemic grinds on. MERS-CoV has been shown to be circulating widely in dromedary camels throughout North and Eastern Africa, as well as the Middle East. All human clusters have originated in the Middle East, and 83% of cases can be traced to Saudi Arabia. Clades of MERS-CoV from Africa and the Arabian Peninsula have been shown to be different, which may help explain the apparent lack of MERS in Africa. To date, there is no good explanation as to why such a high percentage of cases have been related to Saudi Arabia considering that some other Arabian Peninsula countries have many more dromedary camels than Saudi Arabia.

Crimean--Congo Hemorrhagic Fever Outbreak: Central Uganda, 2017 August--2017 September {#s3}
======================================================================================

(MMWR 67:646, 2018)

On 20 August 2017, physicians in 2 noncontiguous districts in central Uganda (Kyankwanzi and Nakaseke) reported 2 unrelated cases of Crimean--Congo hemorrhagic fever (CCHF). CCHF is the most widespread tickborne viral hemorrhagic fever in the world and represents a global health security threat; a single case of CCHF constitutes an outbreak. Humans are infected through tick bites or contact with the blood or body fluids of infected persons or animals. Treatment of infected patients is supportive, and the case-fatality rate ranges from 3% to 40%. No licensed vaccine is available.

The 2 cases were confirmed by serology and reverse-transcription--polymerase chain reaction testing. To identify additional cases, medical records of patients seen at area referral hospitals with fever and bleeding symptoms were reviewed. An active case search was also conducted in the affected communities. In addition to the 2 initial patients with confirmed cases, both of whom survived, among 23 medical records reviewed, 5 additional patients were found, 2 of whom died. Symptom onset occurred during 9 July 2017--17 September 2017. Specimens were unavailable for confirmatory CCHF testing from the 5 patients. All cases occurred in men aged 19--87 years; no secondary cases were found.

A case-control study was conducted to compare potential exposures of case-patients and controls. Data on potential exposures, including tick bites or barehanded crushing of ticks, milking or butchering livestock, butchering wildlife, and caring for sick persons, were collected using a standardized questionnaire. Because infected animals might develop high viral load titers yet remain asymptomatic, blood samples were collected from cattle and goats from 2 farms where patients with confirmed cases worked and were tested using an enzyme-linked immunosorbent serologic assay.

Tick exposure was reported by 4 of 7 suspected and confirmed case-patients and 3 of 28 (11%) controls (Mantel-Haenszel odds ratio = 11.0; Fisher exact 95% confidence interval = 1.1--112.0). At farms where patients with confirmed cases worked, 37 (60%) of 62 cattle and 5 (24%) of 21 goats were found to be seropositive for CCHF. Animals from these farms were quarantined for 1 month, during which time farm owners and workers were advised to use adequate protection when handling them.

District rapid-response teams were activated in the 2 affected districts on 23 August 2017, including establishment of an emergency hotline for case reporting. Area hospitals designated isolation units for screening and isolating patients with suspected infection and collecting blood samples for testing. District veterinary officers reached out to farmers, especially those whose farms had seropositive animals, regarding tick control (eg, dipping livestock in acaricide concentrates). Area residents were advised to avoid handling ticks with bare hands and to wear protective gear such as gloves, boots, and clothes to minimize their exposure risk while grazing livestock. No subsequent cases were reported after these measures were implemented.

Scientists Map Genetic Codes of 3000 Dangerous Bacteria {#s4}
=======================================================

6 June 2018 (Reuters \[Kate Kelland\])---Scientists seeking new ways to fight drug-resistant superbugs have mapped the genomes of more than 3000 bacteria. This includes samples of a bug taken from the nose of Alexander Fleming, the British scientist credited with discovering the first antibiotic, penicillin, in 1928, and a dysentery-causing strain from a World War I soldier.

The DNA of deadly strains of plague, dysentery, and cholera were also decoded in what the researchers said was an effort to better understand some of the world's most dangerous diseases and develop new ways to fight them.

The samples from Fleming were among more than 5500 bugs at Britain's National Collection of Type Cultures (NCTC), one of the world's largest collections of clinically relevant bacteria.

The first bacterium to be deposited in the NCTC was a strain of dysentery-causing *Shigella flexneri* that was isolated in 1915 from a soldier in the trenches of World War I.

"Knowing very accurately what bacteria looked like before and during the introduction of antibiotics and vaccines, and comparing them to current strains . . . shows us how they have responded to these treatments," said Britain's Wellcome Sanger Institute's Julian Parkhill, who co-led the research. "This in turn helps us develop new antibiotics and vaccines."

Specialists estimate that around 70% of bacteria are already resistant to at least 1 antibiotic that is commonly used to treat them. This has made the evolution of "superbugs" that can evade 1 or multiple drugs, which one of the biggest threats facing medicine today.

Among the most serious risks are tuberculosis, which infects more than 10.4 million people a year and killed 1.7 million in 2016 alone, and gonorrhea, a sexually transmitted disease that infects 78 million people a year and, according to the World Health Organization, is becoming almost untreatable.

The genomic maps of the 3000 strains are to be published on the NCTC's website and made freely available to researchers worldwide to help them in the development of potential new diagnostic tests, vaccines, and treatments. (<https://www.phe-culturecollections.org.uk/collections/nctc-3000-project.aspx>)
